, was obtained from methimazole (1-methyl-3H-imidazole-2-thione) by S-allylation using 1,2,3-tribromopropene. A positional disorder of the bromine atoms at the allyl chain was observed, with each Br atom equally disordered over two positions. N-HÁ Á ÁBr and C-HÁ Á ÁBr interactions were identified.
Structure description
The imidazolium ring in the title compound is almost perfectly planar [maximum deviation = 0.004 (2) Å for N2, and the S-allyl chain is positioned perpendicularly to the ring system, making a dihedral angle of 88.95 (13) (Fig. 1 ). Atom C5 is displaced from the ring plane by 1.481 (2) Å . The cation acts as a multiple donor of hydrogen-bond contacts. Each bromide ion accepts four hydrogen bonds from four neighbouring cations (Table 1) . A classical N1-HÁ Á ÁBr3 hydrogen bond and a quite short C3-HÁ Á ÁBr3 contact are observed. The hydrogen atoms of the allyl group are engaged in C5-HÁ Á ÁBr and C7-HÁ Á ÁBr interactions (Fig. 2) .
A related structure without bromine atoms at the allyl chain has been reported (Gaitor et al., 2015) .
Synthesis and crystallization
1,2,3-Tribromopropene (0.50 g, 1.8 mmol; Kodomari et al., 1989) was added to a solution of methimazole (0.25 g, 2.2 mmol) in CH 2 Cl 2 (3 ml). The mixture was stirred at room temperature for 18 h. The colorless product was collected by filtration, washed with CH 2 Cl 2 and dried under reduced pressure (0.47 g, 67%), m.p. 442 K. Suitable crystals were obtained by slow evaporation of a solution in EtOH. The PXRD (Mo K radiation) of the bulk material was identical to the one calculated from the single-crystal diffraction
data reports data ( Fig. 3) 35.4, 41.9, 108.4, 119.6, 122.0, 126.3, 136.7 p.p 
Refinement
Crystal data, data collection and structure refinement details are summarized in Table 2 . Atoms Br1 and Br2 showed extreme temperature factors and were split over two positions with a 1:1 ratio for each. Table 1 Hydrogen-bond geometry (Å , ). 
Figure 2
Crystal packing of the title compound, with hydrogen bonds drawn as dashed lines.
Figure 3
Pawley fit (R wp = 2.77%, R exp = 3.33%, R p = 2.21%, goodness-of-fit = 0.83) of the PXRD data with a model calculated from the structural data of the single-crystal structure determination. Black dots indicate raw data, while the red line indicates the calculated model. The difference curve is shown in blue. Computer programs: APEX2 and SAINT (Bruker, 2014) , SHELXT (Sheldrick, 2015a) , SHELXL2014 (Sheldrick, 2015b) , ORTEP-3 for Windows (Farrugia, 2012) and Mercury (Macrae et al., 2008) .
Figure 1
The molecular structure of the ion pair of the title compound, showing the atom labels and 50% probability displacement ellipsoids for the non-H atoms.
data reports
IUCrData ( Extinction coefficient: 0.0054 (4)
Special details
Geometry. All esds (except the esd in the dihedral angle between two l.s. planes) are estimated using the full covariance matrix. The cell esds are taken into account individually in the estimation of esds in distances, angles and torsion angles; correlations between esds in cell parameters are only used when they are defined by crystal symmetry. An approximate (isotropic) treatment of cell esds is used for estimating esds involving l.s. planes.
data-2
IUCrData (2016). 1, x161499
Refinement. Hydrogen at N1 found and refined isotropically with bond restraints (d=87 pm). The two Br-Atoms Br1 and shows extremly cigarlikes temperature factors and were split in two position with ratio of 1:1 for each. 
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å

